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Sequence analysis and comparison of rDNA-ITS1 of geographical 
populations of Liriomyza sativae Blanchard|] Diptera|] Agromyzidae[] from 


China and closely related species 
WANG Li-Ping"'[] DU Yu-Zhou'?* [] HE Ya-Ting?[] LU Үа-Јиап 0 LU Zi-Qiand] 1. State Key Laboratory for 
Biology of Plant Disease and Insect Pests[] Institute of Plant Protection Chinese Academy of Agricultural 
бсіепев | Beijing 100094[] China[] 2. Institute of Applied Entomology[] Yangzhou University[] Yangzhou 
225009[] China[] 3. Yangzhou Entry-Exit Inspection and Quarantine Bureau[] Yangzhou 2250090 China[] 
Abstract] Aim[]To analyze the genetic differentiation of rDNA-ITSI sequences among the geographical 
populations of Liriomyza sativae Blanchard and to provide molecular markers for identifying L. sativae against 
its closely related species.[] Method[] rDNA-ITS1 regions of eight geographical populations of L. sativae from 
China were sequenced by using PCR product sequencing method or clone sequencing method[] and rDNA-ITSI 
sequences of three closely related specied] L. trifolü[] L. huidobrensis[] апа L. bryoniae[] were retrieved 
from GenBank. The rDNA-ITS1 sequences among populations of L. sativae and their closely related species 
were analyzed using MEGA3.1.[] Results|] The ITS1 difference among the geographical populations of L. 
sativae was very low[] with only 8 variable sites for L. sativae and genetic distance below 0.02. But the 
difference of the ITS1 sequences among L. sativae and its closely related species was significant[] with 126 
variable sites[] 12 authenticable sites for L.sativae and genetic distance between 0.149 - 0.390. 
П Conclusion[] Despite of the low diversity[] the trends of differentiation of geographical populations of L. 


sativae were consistent with the geographical distribution. The characteristics of rDNA ITS sequence can be 
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used as good markers for authenticating L. sativae populations form their closely related species. 


Key words[] Liriomyza sativae|] geographical populations[] closely related species rDNA-ITSI[] genetic 


differentiation 
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Table1 Collection data and GenBank accession numbers of rDNA-ITS1 sequences of 
the populations of Liriomyza sativae and their closely related species 
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Fig. 1 NJ tree of geographical populations of 
































Liriomyza sativae and closely related species 


based on rDNA ITSI sequences by МЕСАЗ. 1 
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Table 2 Diversity based on rDNA-ITS1 among geographical populations of Liriomyza sativae and closely related species 





GDGZ2 SXXA AHFY JSSY GDGZ1 GXNN BJ GZTR HNDZ L. tri L. hu L. bry 

GDGZ2 = 0.004 0.005 0.007 0.004 0.004 0.004 0.005 0.005 0.027 0.034 0.048 
SXXA 0.004 = 0.007 0.008 0.005 0.005 0.005 0.007 0.004 0.026 0.034 0.048 
AHFY 0.008 0.012 = 0.005 0.004 0.004 0.004 0.005 0.006 0.026 0.034 0.048 
Ј55Ү 0.012 0.016 0.008 = 0.005 0.005 0.005 0.007 0.007 0.027 0.033 0.048 
GDGZ1 0.004 0.008 0.004 0.008 = 0.000 0.000 0.004 0.004 0.026 0.033 0.048 
GXNN 0.004 0.008 0.004 0.008 0.000 E 0.000 0.004 0.004 0.026 0.033 0.048 
BJ 0.004 0.008 0.004 0.008 0.000 0.000 x: 0.004 0.004 0.026 0.033 0.048 
GZTR 0.008 0.012 0.008 0.012 0.004 0.004 0.004 = 0.005 0.027 0.034 0.048 
HNDZ 0.008 0.004 0.008 0.012 0.004 0.004 0.004 0.008 = 0.026 0.034 0.047 
L. tri 0.158 0.153 0.153 0.158 0.153 0.153 0.153 0.158 0.149 = 0.037 0.044 
L. hu 0.233 0.238 0.233 0.228 0.228 0.228 0.228 0.233 0.233 0.271 = 0.046 


L. bry 0.390 0.384 0.384 0.390 0.384 0.384 0.384 0.390 0.378 0.340 0.366 _ 
ПППП Kimura2-Parameter 0 O D] O Ш КїшшаП1980Ш 000 | Ü ü B UU U (EH U B. DU UI U DH 


Notes[] Using Kimura-2-Parameter model. Data below diagonal are pairwise distances and above diagnal are standard error. 
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Table 3 Authenticable sites among Liriomyza sativae populations and closely related species 
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Fig. 2 Alignments of ITSI sequences of Liriomyza sativae populations and closely related species 
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